Introduction
Rift Valley fever (RVF) is a zoonotic viral haemorrhagic fever caused by RVF phlebovirus (RVFV) which is a negative single-stranded ribonucleic acid (RNA) virus that belongs to the order Bunyavirales, family Phenuiviridae (previously named Bunyaviridae) and genus Phlebovirus (Plyusnin et al. 2011) . The disease infects both large and small ruminants and, as such, has a significant socio-economic impact on livestock in many African countries (Martin et al. 2008) . Pregnant ruminants infected with RVFV are subject to high rates of abortion, while high mortality is seen among young animals, characterised by hepatic necrosis and pantropic haemorrhage (Coetzer 1988) . The disease was first described in 1931 as an enzootic hepatitis among sheep in Kenya (Daubney, Hudson & Garnham 1931) . The spread and dissemination of the disease can be facilitated by a number of different factors including vectors such as mosquitoes, ticks and flies (Linthicum et al. 1985; Mweya et al. 2013; Turell et al. 2007 ), climate (Anyamba, Linthicum & Tucker 2001; Walsh, Willem de Smalen & Mor 2017) and infected livestock trade and movement (Kenawy, Abdel-Hamid & Beier 2018) .
Rift Valley fever phlebovirus is also a significant threat to human health. The virus can be transmitted by mosquito bites, contact with infected tissues, blood or amniotic fluid (especially in aborted material) in slaughterhouses, and handling of contaminated meat during food preparation (Mroz et al. 2017) . Prevention and control of RVF in humans therefore rely on preventing the disease in domestic animals in the peridomestic environment. Currently, the best and most efficient way to do this is to vaccinate all susceptible animals (Dungu, Lubisi & Ikegami 2018; Kenawy et al. 2018) .
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seroprevalence of RVFV in small ruminants (goat and sheep) in the country. This study was therefore undertaken to fill this knowledge gap and to provide a clearer picture of the presence of RVFV in the DRC.
Materials and methods
Samples were collected in 7 of the 26 provinces of DRC ( Figure 1 and Table 1 (Rogan & Gladen 1978) . Comparisons of true seroprevalence between groups as well as associations between seropositivity were made using a nonparametric Fisher test. The threshold of significance was set at a p value of 0.05. Data analyses were performed using Epi info 7 (CDC, Atlanta, GA, US).
Ethical considerations
The study protocol was implemented with approval from the Direction of Agriculture, Central Veterinary Laboratory of Kinshasa/Animal Health and Production Department. Consent for blood sampling of herds was obtained from owners. Animals were bled using conventional protocols.
Results and discussion
A total of 893 sera were tested for anti-RVFV-nucleoprotein IgG antibodies by competitive ELISA. The true seroprevalence in goats ranged from 0.0% (95% CI 0.0-6.55) to 23.81% (95% CI 12.03-41.76), while in sheep, the true seroprevalence ranged from 0.0% (95% CI 0.0-7.56) to 37.11% (95% CI 15.48-65.94) ( Table 1) . It is known that during heavy rains, the numbers of fresh water species mosquitoes increase and play an important role in amplifying RVF (Ikegami & Makino 2011) . Therefore, the monitoring and/or control of vectors for RVFV in regions of the DRC with high humidity would be opportune.
Low true seroprevalence values of < 10% were detected in the low-lying humid regions in the provinces of Sud-Ubangi, Mongala and Kwilu, suggesting that climate and the presence of insect vectors may not be the only factors involved in RVFV transmission in the DRC. The territories sampled in Nord-Ubangi province are located close to the border with the Central African Republic which has reported the presence of RVFV in the past (Gonzalez et al. 1989; Nakounne, Selekon & Morvan 2000) , and so the transboundary movement of previously infected animals should also be taken into account when considering the results of this study. A single sample from a goat was positive for IgM antibodies and the animal was confirmed by RT-PCR to be at the acute viraemic phase of RVF infection at the time of sampling. Amplification of RVFV nucleic acid from this serum by RT-PCR produced an expected DNA fragment of 551 bp. This confirms the utility of RT-PCR in the detection of early to acute viraemia which occurs between 4 and 8 days post-infection. The goat in question was identified in North Ubangi province which borders with the Central African Republic, once again highlighting the influence transboundary movement of previously infected animals can potentially have on the outcome of seroprevalence studies such as this one.
Conclusion
Despite the lack of reports of RVF outbreaks in the DRC, it is evident that small ruminant populations in some parts of the country are exposed to the virus. More in-depth serological, molecular epidemiological and virological surveys of livestock need to be conducted in order to more fully understand the dynamics of RVFV circulation in the DRC. Vaccination in at-risk areas and the monitoring of vectors and animal movement should limit the spread of disease in susceptible animal populations and prevent transmission to humans.
